Campylobacter jejuni is a food-borne pathogen with a high prevalence in poultry meat, which in fresh unfrozen condition is the major source of campylobacteriosis. 
The sequences of Campylobacter jejuni poultry strains 305 and DFVF1099 were determined using 454 pyrosequencing technology (454 Life Sciences, Branford, CT) at The Institute of Biology, Faculty of Science (KU-NAT). The chicken isolate DFVF1099 was provided by The Danish Institute for Food and Veterinary Research (DFVF) and showed tolerance to gentle stress (8) (M. Takamiya et al., unpublished data). The turkey isolate 305 was originally isolated from a slaughterhouse (1) and showed tolerance to stresses such as oxygen exposure and acidity (2, 3) . Draft assemblies of 305 were based on 71,972 total reads with a 10-fold coverage of the genome. Draft assemblies of DFVF1099 were based on 206,366 total reads with a 30-fold coverage of the genome. The 454 data files were loaded into the CLC Genomics Workbench (CLC Bio, Aarhus, Denmark).
After genome sequence comparisons of 305 and DFVF1099 with published genome sequences to date, the initial assembly of 305 created contigs using C. jejuni NCTC11168 (10) as the scaffold. The C. jejuni 305 genome was found to be 1,808,274 bp long, and it contains 2,243 putative open reading frames (ORFs). For DFVF1099, an initial assembly was performed using C. jejuni 84-25 as the scaffold (GenBank accession number AANT00000000), which created 1,632 contigs with 203,934 matched reads. The C. jejuni DFVF1099 genome was found to be 1,733,857 bp long, and contains 1,997 putative ORFs.
The average GϩC content of strains 305 and DFVF1099 is 30.4%, and these strains possess 44 and 43 tRNAs, respectively (7). Both strains contain three rRNA operons (6) . C. jejuni strain 305 might contain a pTet plasmid, as revealed by the presence of tetracycline resistance proteins CSS_1767 (TetO) and CSS_2124 (TetR). In contrast, DFVF1099 does not contain plasmids. The number of homopolymeric G tracts (HGTs, defined as tracts of Ͼ7 consecutive G residues) was 10 in strain 305 and 20 in DFVF1099 compared to 29 in NCTC11168, 25 in RM1221, and 19 in 81-176 (5, 9, 10). As described earlier (11), the genome of C. jejuni can be changed via hypervariable G tracts, and the length of these regions is an indication of strain stability. C. jejuni 305 has fewer hypervariable G tracts than do other strains, which might indicate that 305 is a stable and reliable strain for in vitro and in vivo experiments.
Proteome homology searching of 305 and DFVF1099 with available sequence data from completed (strains NCTC11168, 81116 [NCTC11828], M1, RM1221, 81-176, 269.97) and ongoing (strains 84-25, 260-94, HB93-13, CF93-6, CG8421, CG8486) C. jejuni sequence projects to date was performed based on a matrix of an all-against-all BLASTP analysis (4). Visualization of protein sequence identity or BLAST matrix, revealed the highest protein sequence homology of DFVF1099 with 84-25 (85.8%) and 305 with CF93-6 (69.6%), respectively (data not shown). Both 84-25 and CF93-6 C. jejuni strains are human clinical isolates.
Nucleotide sequence accession numbers. The sequences of the C. jejuni strains 305 and DFVF1099 genomes can be accessed under GenBank accession numbers ADHL00000000 and ADHK00000000, respectively.
